ABSTRACT Here, we present the draft genome sequence of Deinococcus sp. strain S9, a red-pigmented and moderately thermophilic bacterium isolated from microbial mat deposits around the hot springs at Manikaran, Himachal Pradesh, India. The draft genome (3.34 Mb) contains 101 contigs with an average GC content of 66.4%.
are of great interest because of their high resistance to radiation, temperatures, and heavy metals and unparalleled efficiency in repairing damaged DNA (18) . Several genes responsible for the DNA repair and resistance to radiation were also annotated, such as uvrA (19) , recO (20) , recA (21) , recF, and recR (22) . In addition, the gene coding for ClpX, which is involved in the repair of double-stranded breaks upon gamma irradiation (23) , was also annotated. In-depth analysis of this genome would provide crucial details required for the understanding of the mechanisms involved in nucleotide excision repair, carotenoid biosynthesis, and survival at extreme niches.
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number SKCF00000000 (BioProject number PRJNA525588 and BioSample number SAMN11053996). The version described in this paper is SKCF01 and consists of sequences SKCF01000001 to SKCF01000101. The raw reads are available in NCBI under BioProject accession number PRJNA525588.
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